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Multiple sequence alignment of bHLH proteins related to pollen and tapetum development based on their full-length protein sequences. Entire protein sequences were aligned using Clustal X ver. 2 (Larkin et al., 2007) with default settings, and the conserved amino acids were shaded using GeneDoc (2.6) (Nicholas et al., 1997) . The bHLH domain was marked above the alignment.
Figure S3 The relative expression patterns of the genes within the fine-mapped region of the ms32 locus in the WT.
Each value represents the mean ± SE of three replicates.
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Multiple sequence alignment of Solyc01g081100.2 and its homologs in Arabidopsis and rice based on their full-length protein sequences. Entire protein sequences were aligned using Clustal X ver. 2 (Larkin et al., 2007) with default settings, and the conserved amino acids were shaded using GeneDoc (2.6) (Nicholas et al., 1997) . The bHLH domain was marked above the alignment. Solyc01g081100.2ms presents the predicted Solyc01g081100.2 protein in ms32 mutant.
Figure S5 Transcription expression of Solyc01g081080 and Solyc01g081110 in flower buds of WT and ms32 plants.
Each value represents the mean ± SE of three replicates. Qiu et al.,2016 
